1. Introduction {#s0005}
===============

Telomeres compose the non-coding ends of eukaryotic chromosomes and play a crucial role in the protection and replication of our genome [@bb0005], [@bb0010]. Eukaryotic chromosomes, unlike prokaryotes are linear, presenting the cell with a unique problem: telomere ends can be recognized as DNA strand breaks by the recombination and repair systems of the cell, which would lead to chromosome end-to-end fusion and genomic instability or apoptosis [@bb0015], [@bb0020]. Telomeres together with telomere binding complexes, such as shelterin, repress unwanted DNA damage response (DDR) and serve as a buffer between essential genomic information and the ends of chromosomes. They also promote the full replication of our genome, thus preventing senescence, which is usually associated with significant telomere shortening [@bb0025], [@bb0030].

Proper telomere length regulation and maintenance are essential for genome stability. There are at least two complexes that contribute to telomere maintenance: shelterin [@bb0035], [@bb0040] and CST [@bb0045], [@bb0050]. Shelterin is a six subunit complex consisting of TRF1, TRF2, TIN2, RAP1, POT1, TPP1, and localizes specifically to double- and single-stranded telomeric DNA ([Fig. 1](#f0005){ref-type="fig"}) [@bb0055]. Although there is still a lot to learn about the role of shelterin at telomeres, work from a confluence of labs has shown that it is critical for suppressing DDR at telomeres, thus preventing chromosome fusions [@bb0055]. Shelterin also caps the ends of chromosomes by facilitating T-loop formation and by sequestering the single-stranded DNA portion of the telomere [@bb0060], [@bb0065]. It also acts as a telomerase processivity factor by recruiting telomerase to telomeres [@bb0070], [@bb0075].

The CST is a trimeric complex composed of Ctc1, Stn1, and Ten1 in higher eukaryotes and Cdc13, Stn1, and Ten1 in yeast (*Saccharomyces cerevisiae*) [@bb0045], [@bb0080]. CST localizes specifically to the single-stranded telomeric DNA, including the telomeric overhang where it is involved in chromosome end capping and telomere length regulation ([Fig. 1](#f0005){ref-type="fig"}) [@bb0045], [@bb0085], [@bb0090], [@bb0095], [@bb0100]. However, there is increasing evidence, which suggests that the Stn1-Ten1, CST sub-complex has extra-telomeric functions. Current data show that Stn1-Ten1 act as a replication protein-A, complex (RPA)-like complex, rescuing genome-wide replication fork stalling during conditions of replication stress [@bb0080], [@bb0105], [@bb0110]. The RPA, is a heterotrimeric protein complex that binds non-specifically single-stranded DNA and is involved in a wide array of DNA metabolic pathways including DNA replication and DNA damage cellular responses [@bb0115]. It is worth noting that in vertebrates the capping properties of the vertebrate CST may be dispensable in vivo due to the presence of shelterin, which also caps the ends of chromosomes [@bb0055].

Proper telomere maintenance is critical to genome stability. Mutations in genes that encode essential telomere components result in some of the most intractable diseases. Human telomere dysfunction is known to cause symptoms of pre-mature aging, pulmonary fibrosis, and bone marrow failure as well as an increased incidence of cancer [@bb0120], [@bb0125], [@bb0130], [@bb0135], [@bb0140], [@bb0145], [@bb0150]. Further insight in the molecular mechanisms of telomere maintenance will allow us to better understand the role of telomere dysfunction in human disease.

2. Telomere replication {#s0010}
=======================

The linear nature of eukaryotic chromosomes results in telomere shortening over time [@bb0155]. Known as the "end-replication problem", synthesis of the lagging-strand requires RNA priming for the replication of the Okazaki fragments, the DNA fragments complementary to the lagging strand of the chromosome [@bb0160]. The requirement of RNA primers for the full replication of the lagging strand prevents its full replication, leading to loss of 50--200 bases of telomeric DNA with every cell division [@bb0165]. When telomeres become critically short, the cell enters a non-replicative state known as cellular senescence followed by apoptosis [@bb0170], [@bb0175].

To overcome the end-replication problem, a specialized enzyme is recruited to the ends of chromosomes to help replicate telomeres. Telomeres are replicated during the S-phase (late S-phase in yeast) by telomerase, a ribonucleoprotein reverse transcriptase [@bb0180], [@bb0185], [@bb0190], [@bb0195], [@bb0200], [@bb0205], [@bb0210]. Unlike most polymerases, telomerase consists of a protein subunit (TERT) and an integral RNA component (TER), which TERT uses to add multiple, identical repeats of DNA (telomeres) to the ends of chromosomes [@bb0185].

G-strand (telomeric sense-strand) synthesis by telomerase is followed by replication of the C-strand (telomeric antisense-strand) by polα-primase during late S early G2 phase [@bb0215]. Limited evidence, primarily from work carried out in *Euplotes crassus* and HeLa cells, suggests that the switch between G- to C-strand synthesis is a highly coordinated event generating a homogeneous C- and heterogeneous G-strand telomeres in *Euplotes*[@bb0165], [@bb0210], [@bb0220], [@bb0225]. Although the precise mechanism for this switch is not clear, current evidence suggest that is mediated by DNA polα [@bb0220].

3. Telomere structure {#s0015}
=====================

Even though telomeric DNA comprises the non-coding portion of the chromosome, it is merely a passive structure. Telomeric DNA adopts at least two well-defined tertiary structures, the T-loop and the G-quadruplexes (G-quads), both of which serve to regulate telomere length and protect the ends of chromosomes [@bb0060], [@bb0230], [@bb0235]. The telomeric ends of eukaryotic chromosomes are composed of repetitive, G-rich, non-coding, DNA repeats (TTAGGG in mammals). The G-rich nature of telomeric DNA promotes the formation of higher-order structures, known as G-quads [@bb0235]. G-quads are formed when four or more guanine bases come together through Hoogsteen hydrogen bonds to form a planar structure, frequently stabilized by cations like potassium [@bb0240]. The formation of telomeric G-quads has been shown both in vitro and in vivo, and is known to interfere with the elongation of telomeres and most likely hinder exonuclease degradation. It is therefore possible that G-quad formation is a regulatory mechanism of the telomere elongation and protection pathway [@bb0245], [@bb0250], [@bb0255], [@bb0260]. The presence of stable G-quads throughout the single-stranded, telomeric DNA can pose challenges for the telomere replication machinery. For telomeres to be replicated and maintained, the G-quads must be resolved. Several eukaryotic proteins have been reported to resolve G- quads, including the *S. cerevisiae* Cdc13 protein, the *C. glabrata* CST complex [@bb0265], [@bb0270], POT1 [@bb0275], [@bb0280], [@bb0285] and the RTEL1, and RecQ Werner\'s and Bloom\'s syndrome helicases [@bb0290], [@bb0295], [@bb0300], [@bb0305].

T-loops on the other hand are generated when the single-stranded G-overhang invades the duplex DNA to form a loop-like structure [@bb0060]. T-loop formation is promoted and stabilized by the components of the shelterin complex such as TRF2 and RAP1 [@bb0065], [@bb0310], [@bb0315]. Like G-quads, T-loops provide a regulatory mechanism of telomere elongation and protection. T-loops were also reported recently to form compact nucleoprotein structures, thus acting like nucleosomes specific to telomeric regions of the chromosome [@bb0320], [@bb0325].

4. Conservation of the CST complex {#s0020}
==================================

Until recently the CST complex was thought to be unique to yeast, however, recent findings indicate that the CST complex may be universally conserved [@bb0330], [@bb0335], [@bb0340]. Despite the presence of the CST complex in ciliates, yeast, plants, and mammals, low or complete lack of sequence identity and emerging differences across species, raises significant questions regarding the functional conservation of this complex. For example, the yeast and human CST components, Stn1 and Ten1, are highly conserved structurally [@bb0345]. However, the major components of the CST complex (Cdc13 and Ctc1) have no sequence identity and vary significantly in length and to some extent in function. For example, yeast Cdc13 is known to recruit telomerase to telomeres via its interaction with Est1, a component of the yeast telomerase holoenzyme [@bb0350], [@bb0355]. In contrast, human Ctc1 is known to directly inhibit telomerase recruitment to telomeres [@bb0090]. What makes things even more complex is the recent identification of the CST complex in ciliates. The p75-p45-p19 of *Tetrahymena thermophila*, which has no sequence identity to any known CST complexes, has been proposed to act as the ciliate CST complex and to coordinate G- and C-strand synthesis [@bb0340].

5. Cdc13/Ctc1 structure function {#s0025}
================================

Structural studies of CST components have revealed that recognition of the single-stranded telomeric overhangs is mediated by several oligosaccharide/oligonucleotide-binding folds (OB-folds) present in all three subunits of the CST complex [@bb0360]. OB-folds are usually a five-stranded, closed, beta barrel motif, known to bind single-stranded nucleic acid and polypeptides [@bb0365], [@bb0370]. The main component of the yeast CST, Cdc13, consists of four OB-folds [@bb0100], [@bb0375], [@bb0380], [@bb0385], [@bb0390], [@bb0395], [@bb0400]. Subtle but distinct differences between these four OB-folds, allows Cdc13 engagement in a wide range of processes including single-stranded DNA binding, Cdc13 homo-dimerization, and polα-primase binding ([Fig. 2](#f0010){ref-type="fig"}) [@bb0380], [@bb0385], [@bb0405].

The Cdc13 N-terminal domain comprises an OB-fold (OB1 - PDB ID:[3NWS](pdb:3NWS){#ir0040} and [3OIP](pdb:3OIP){#ir0045}) that is involved in a wide range of functions related to telomere length regulation. It assists in Cdc13 homo-dimerization, a process we postulated to be important for telomerase loading to telomeres [@bb0385], [@bb0405]. Cdc13 also recruits telomerase to telomeres, a process mediated by the telomerase associated protein Est1 [@bb0375]. Since telomerase is thought to act both as a monomer and a dimer [@bb0420], [@bb0425], the dimeric state of Cdc13 may assist the dimeric form of telomerase for telomere loading and synthesis. The Cdc13 (OB1) has also been shown to bind and recruit polα to telomeres [@bb0430] most likely a coordinated effort with Stn1 [@bb0435], [@bb0440], [@bb0445], [@bb0450], [@bb0455]. Moreover Cdc13 (OB1) has weak, non-specific, single-stranded DNA binding activity [@bb0405]. We currently hypothesize that this additional property of Cdc13 (OB1) may be important a) for regulating telomerase access to telomeres during the various steps of the cell cycle, and b) for the proper loading of polα-primase to telomeres for C-strand synthesis.

The Cdc13 recruitment domain (Cdc13RD) is an unstructured region of the protein ([Fig. 2](#f0010){ref-type="fig"}) containing a large number of phosphorylation sites implicated in two distinct CST functions [@bb0460], [@bb0465], [@bb0470], [@bb0475], [@bb0480], [@bb0485]. Phosphorylation of the Cdc13RD promotes Est1 binding and telomerase recruitment to telomeres [@bb0460], [@bb0470]. De-phosphorylation of Cdc13RD promotes CST (Cdc13-Stn1-Ten1) assembly via association of Stn1 with the Cdc13RD, a state of the complex known to bind and cap the ends of chromosomes [@bb0350], [@bb0470], [@bb0475], [@bb0480], [@bb0485].

Following the Cdc13RD is the Cdc13 (OB2). Interestingly, the Cdc13 (OB2) domain contains unusually long, surface loops also involved in Cdc13 (OB2) homo-dimerization (PDB ID:[4HCE](pdb:4HCE){#ir0050}). Unlike Cdc13 (OB1), the OB2 is not directly involved in protein or nucleic acid binding. Instead Cdc13 (OB2) dimerization promotes the faithful binding of Stn1 to the Cdc13RD domain and the proper assembly of the CST complex and telomere capping [@bb0380].

Immediately following the Cdc13 (OB2) is a third OB-fold referred to as the DNA Binding Domain (DBD - PDB ID:[1KXL](pdb:1KXL){#ir0055}) of Cdc13 due to its high affinity and specificity for approximately 11 bases of single-stranded telomeric DNA [@bb0490]. Binding of Cdc13 (DBD) to telomeric DNA assists in the localization of the yeast Cdc13 to the telomeric overhang.

Although there is no structure of the *S. cerevisiae* C-terminal domain of Cdc13, structures from *Candida glabrata* show that it is an OB-fold (OB4 - PDB ID:[3RMH](pdb:3RMH){#ir0060}) also involved in Cdc13 dimerization and is also proposed to enhance Cdc13 single-stranded, telomeric DNA binding [@bb0400].

Like Cdc13, Ctc1 is predicted to consist of multiple OB-folds [@bb0080], [@bb0335], [@bb0370]. Due to lack of sequence identity between Cdc13 and Ctc1, it has been difficult to accurately predict the domain organization of Ctc1 and no structural information currently exists.

6. Stn1-Ten1 structure function {#s0030}
===============================

Stn1 and Ten1, the most conserved components of the CST, form a stable complex in vitro [@bb0345], [@bb0355], [@bb0360], [@bb0365], [@bb0370], [@bb0375], [@bb0380], [@bb0385], [@bb0390], [@bb0395], [@bb0400], [@bb0405], [@bb0420], [@bb0425], [@bb0430], [@bb0435], [@bb0440], [@bb0445], [@bb0450]. Ten1 is the smallest of the three CST components and contains a single OB-fold with a highly conserved C-terminal helix (4JOI, 3KF6, 3KF8, 3K0X). The yeast Ten1 has been shown to bind single-stranded, telomeric DNA with weak affinity, an interaction that is proposed to enhance the DNA binding activity of Cdc13 [@bb0515]. Unlike Ten1, Stn1 consists of an N-terminal OB-fold and two wing-helix-turn-helix (wHTH) motifs (PDB ID:[4JOI](pdb:4JOI){#ir0065}, [3KF6](pdb:3KF6){#ir0070}, [3KF8](pdb:3KF8){#ir0075}, [3K10](pdb:3K10){#ir0080}, [3KEY](pdb:3KEY){#ir0085}, [4JQF](pdb:4JQF){#ir0090}). The Stn1 OB-fold, like Ten1, contains a highly conserved C-terminal helix. The Stn1-Ten1 complex comes together via extensive interactions between the two C-terminal helices of the OB-folds as well as contacts between the bodies of these domains. Stn1-Ten1 association positions the putative DNA binding pockets of the two proteins in parallel with each other thus forming an extensive nucleic acid binding pocket on the surface of the complex [@bb0345]. The wHTH motifs have been implicated in polα and Cdc13 binding [@bb0345], [@bb0435], [@bb0440], [@bb0450].

Structural data on the human CST is currently limited to Stn1-Ten1, which is similar to the yeast complex ([Fig. 3](#f0015){ref-type="fig"}A and B) [@bb0345]. Interestingly, unlike the yeast Ten1, the human homolog does not bind single-stranded nucleic acid [@bb0345]. This is not surprising if one takes into consideration the lack of residue conservation in the putative DNA binding pocket of Ten1 [@bb0345]. In contrast to Ten1, human Stn1 binds single-stranded DNA with 2 μM binding affinity and no specificity [@bb0345]. High affinity and specificity of the human CST complex for single-stranded telomeric DNA is provided by the larger component of CST, Ctc1 [@bb0090].

All evidence so far points to tight and specific association of Cdc13/Ctc1 with single-stranded telomeric DNA, which assists in the localization of the CST complex to telomeres [@bb0090], [@bb0095], [@bb0100]. Cdc13, Ctc1, and Stn1 are also involved in a series of protein--protein interactions, which contribute to telomerase and polα-primase recruitment to telomeres for G- and C-strand synthesis respectively. What remains a mystery is the precise role of human Ten1 in telomere biology. Ten1 is essential for proper telomere capping, however, the absence of any evidence for nucleic acid or protein binding raises questions regarding its role in telomere biology. Currently, Ten1 has been shown to enhance the telomeric DNA-binding activity of Cdc13, although Ten1 itself exhibits weak DNA binding activity in yeast and no affinity in humans [@bb0345], [@bb0505]. Another possibility is that it acts as a steric block preventing access of the telomeric overhang bound by Cdc13/Ctc1 and Stn1 for telomere elongation, which would be consistent with the telomere uncapping defects associated with a dysfunctional CST complex [@bb0510].

7. Stn1-Ten1 is an RPA like complex {#s0035}
===================================

Interestingly, Stn1-Ten1 domain composition and organization is strikingly similar to that of the small subunits (RPA32 and RPA14) of the Replication Protein A (RPA) complex ([Fig. 3](#f0015){ref-type="fig"}C) [@bb0330], [@bb0335], [@bb0500]. The most striking difference between Stn1-Ten1 and RPA is the presence of two wHTH motifs in Stn1, whereas RPA32 contains only one [@bb0500]. Despite the overall structural conservation of the Stn1-Ten1 and RPA14--32 complexes, current evidence suggests that CST and RPA similarities are limited to these two subunits of the two complexes [@bb0400].

wHTH motifs are known for protein--protein interactions or double-stranded nucleic acid binding. There is no evidence that the two wHTH motifs of Stn1 are involved in DNA binding; in fact, the organization of the two Stn1 wHTH motifs occludes their putative, double stranded, nucleic acid binding pocket. Instead, like the RPA32 wHTH motif, the C-terminal domain of Stn1 is thought to interact with Cdc13 during CST complex formation and telomere capping [@bb0515], [@bb0520]. It is also involved in the recruitment of polα-primase thus facilitating C-strand synthesis at telomeres [@bb0455], [@bb0525].

8. The CST complex and telomere replication {#s0040}
===========================================

Telomere elongation is a tightly regulated process as it maintains the proliferative nature of the cell and yet prevents cellular immortalization associated with carcinogenesis [@bb0350]. The yeast CST complex is known to both downregulate and upregulate telomere elongation [@bb0355], [@bb0460], [@bb0470], [@bb0475], [@bb0530]. Yeast CST downregulates telomere elongation through tight and specific interaction with the telomeric overhang, a process known as telomere capping [@bb0350]. Binding of CST to the end of chromosomes sequesters the telomeric overhang thus preventing access of telomerase to the 3′-end of the DNA for telomere replication [@bb0100]. It is important to emphasize that all three components of the yeast CST (Cdc13, Stn1 and Ten1) are required for telomere capping. Loss of any of the yeast CST subunits or limited disruption of the CST assembly leads to telomere uncapping and telomere length elongation. Telomere elongation suggests that the telomeric overhang has become accessible to telomerase [@bb0345], [@bb0380], [@bb0385], [@bb0405].

Interestingly, the yeast CST complex also contributes to the upregulation of telomere length via recruitment of telomerase to telomeres [@bb0350], [@bb0375], [@bb0390], [@bb0395]. As we mentioned earlier, telomerase recruitment to yeast telomeres is mediated by the Cdc13RD and its interaction with the telomerase associated protein, Est1. Est1 is a predicted 14-3-3 protein fold that has affinity for phosphorylated peptides [@bb0535].

The switch between the capping and elongation state of the CST is heavily influenced by phosphorylation of Cdc13RD and SUMOylation of the Cdc13 (OB4) ([Fig. 2](#f0010){ref-type="fig"}). In fact, the Zakian and Garcia labs recently identified 21 in vivo, Cdc13 phosphorylation sites [@bb0485]. Although the function of most of these sites is currently unknown they all are responsible for the tight regulation of the CST complex and therefore of telomere length.

During late S to early G2 phase, Cdc13RD phosphorylation of Cdc13RD residue T308 by the kinase Cdk1 allows for Est1 binding to the Cdc13RD and recruitment of telomerase to telomeres [@bb0460], [@bb0470], [@bb0540]. Est1 binding to Cdc13 is further facilitated by the cell cycle-dependent SUMOylation of Cdc13 (OB4) residue Lys909 [@bb0520], [@bb0545]. Cdc13RD phosphorylation and Cdc13 (OB4) SUMOylation partially disrupt Cdc13-Stn1 binding and therefore the productive, capping state of the CST complex. Disruption of the CST complex allows for release of the telomeric overhang and Est1-dependent telomerase recruitment to telomeres for G-strand elongation.

The CST complex also promotes telomere, C-strand synthesis via recruitment of polα to telomeres [@bb0085], [@bb0350], [@bb0440], [@bb0445], [@bb0525], [@bb0550]. Current evidence suggests that polα-primase recruitment to telomeres is mediated by Cdc13/Ctc1 and Stn1 [@bb0080], [@bb0350], [@bb0440], [@bb0525], [@bb0565]. Cdc13-dependent polα-primase recruitment to telomeres involves at least the N-terminal domain of Cdc13 (OB1). Earlier studies identified two distinct regions of polα-primase making direct contacts with Cdc13 (OB1) and include residues 13--392 and 47--560 [@bb0390], [@bb0570], while more recent structural data suggests a helix consisting of residues 215--250 binds the Cdc13 (OB1) [@bb0430].

A striking difference between the yeast and human CST complexes lies with the mechanism of telomerase recruitment to telomeres. We have so far stated that the yeast CST, and in particular Cdc13, recruit telomerase to the ends of chromosomes for telomere elongation. In higher eukaryotes and in particular humans, the Pot1-TPP1 sub-complex of shelterin mediates this process. The Cech lab and others have shown that telomerase binds directly to the N-terminal OB-fold of TPP1 (TEL patch), an interaction that assists in bringing telomerase to telomeres and enhances its processivity [@bb0075], [@bb0575], [@bb0580]. Interestingly, the Lingner lab has shown that the human CST complex downregulates telomerase recruitment to telomeres to one cycle of telomere replication per cell cycle via direct contact with TPP1 [@bb0090]. It is worth noting that the yeast telomerase associated protein Est3 is structurally similar to TPP1 and has been proposed to share similar functional roles in telomeres [@bb0585]. The fact that TPP1 is conserved in humans and possibly yeast, suggests that the CST may have dual roles in telomerase recruitment and inhibition to telomeres adding an additional regulatory step in the repertoire of CST functions.

9. Extra-telomeric functions of CST {#s0045}
===================================

Recent studies have shown that the human CST complex may have additional functions beyond the telomeres. Work form the Price lab has shown that the CST complex rescues genome-wide (telomeric and non-telomeric) replication fork stalling during conditions of replication stress by facilitating dormant origin firing [@bb0105], [@bb0590]. Although the CST has been thought to work exclusively at telomeres, the human Stn1-Ten1 complex binds single-stranded DNA weakly, in a non-specific manner [@bb0345]. In addition, Stn1-Ten1 is an RPA-like complex, which is known to participate in genome-wide replication. Taken together the data indicates that Stn1 and Ten1 may have a dual role in stabilizing single-stranded DNA and assisting in DNA replication throughout the genome and at telomeres.

10. CST and human disease {#s0050}
=========================

Naturally occurring mutations in telomeric complexes are associated with aplastic anemia, pulmonary fibrosis, Coats plus (CP) and Dyskeratosis Congenita (DC) [@bb0145], [@bb0595]. Although there is no current evidence implicating Stn1 or Ten1 in human disease, there are a number of naturally occurring Ctc1 mutations, which result in a range of rare genetic disorders such as CP and DC. CP is characterized by intracranial calcifications, hematological abnormalities, and retinal vascular defects [@bb0125], [@bb0130], [@bb0135], while DC is an inherited bone marrow failure syndrome [@bb0140], [@bb0150]. Several patients with CP display critically shortened telomeres, suggesting that telomerase dysfunction plays an important role in disease pathogenesis. Moreover, a wealth of recent data suggests a direct correlation between cardiovascular disease or infectious disease, and shorter telomeres in blood cells [@bb0600]. Defects in telomere structure and protection, independent of length, were also reported in Hoyeraal--Hreidarsson syndrome [@bb0605].

Ctc1 mutations associated with human disease are typically biallelic, and in some cases severe frame shift mutations that lead to a truncated Ctc1 and complete loss of function [@bb0130], [@bb0135]. Work from the Lingner lab has shown that these mutations act by disrupting CST complex formation, telomeric DNA binding, polα-primase recruitment to telomeres, and/or cellular localization of the complex in vivo ([Fig. 4](#f0020){ref-type="fig"}). It is worth noting that the Chang lab also carried out this study in mice using murine Ctc1 and did not observe the same phenotypes as the Lingner lab. It is therefore possible that the Ctc1-mutant associated defects observed could be organism-dependent [@bb0135]. Current models of Ctc1 suggest that the N-terminus of the protein consists of two OB folds [@bb0370]. Three naturally occurring mutations within the N-terminal and central region of Ctc1 (A227V, V259M, and V665G) disrupt Ctc1/polα-primase binding ([Fig. 4](#f0020){ref-type="fig"}). In particular, the V259M mutation resulted in significant accumulation of telomere-free ends, while the G503R one resulted in elongated telomeres, a defect usually associated with a dysfunctional CST complex [@bb0130]. The Ctc1 disease mutations L1142H and 1196-Δ7 (deletion of amino acid residues 1196--1202) disrupts Ctc1-Stn1 association, and polα-primase recruitment to telomeres ([Fig. 4](#f0020){ref-type="fig"}). In addition to disrupting CST assembly and telomere maintenance, the A227V, V259M, R987, L1142H mutations and 1196-Δ7 deletion also negatively impacted the nuclear localization of these proteins. The role of the Ctc1, naturally occurring mutations R840W and V871M in human disease is currently unclear. Interestingly, none of the identified Ctc1 mutations interfere with the Pot1-TPP1 inhibitory properties of CST.

11. Summary and outlook {#s0055}
=======================

Telomeres allow for the full replication of our genome and prevent deleterious events such as chromosome fusions, and exonucleolytic degradation. Dysfunctional telomeres can lead to genomic instability, the hallmark of cancer or cell cycle arrest, senescence and apoptosis. Telomeres accomplish this task together with specialized proteins, such as Cdc13/Ctc1, Stn1 and Ten1, which together assemble into what is commonly known as the CST [@bb0610], an RPA-like complex [@bb0330], [@bb0335], [@bb0500].

Telomere length regulation by the trimeric CST complex is key to genome maintenance. Current evidence shows that both the human and yeast CST complexes localize to telomeres through association with the telomeric overhang. They also regulate access of telomerase and polα-primase to the end of chromosomes for G- and C-strand synthesis, respectively.

Naturally occurring mutations of these nucleoprotein complexes are associated with aplastic anemia, pulmonary fibrosis and a range of rare genetic disorders such as CP and DC. There is also data, which suggests a direct link between cardiovascular or infectious disease and shorter telomeres in blood cells, while defects in telomere structure and protection have been reported in Hoyeraal--Hreidarsson syndrome. Understanding the mechanisms that regulate and maintain the integrity of telomeres is paramount to identifying therapies for the treatment of some of the most intractable diseases such as cancer.

Currently, the biophysical mechanisms underlying CST architecture and function are poorly understood. Structural, biochemical and functional characterization of these factors, both in isolation and in complex with one another, is needed to answer a number of questions regarding the role of this complex in telomere biology and genome integrity.
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![X-ray, crystal structure of the Stn1-Ten1 complex. A) Structure of the human Stn1-Ten1 (hStn1-Ten1) complex (PDB ID:[4JOI](pdb:4JOI){#ir0020}); only the N-terminal OB fold of Stn1 (hStn1N) is involved in contacts with Ten1. B) Structure of the C-terminal domain of human Stn1 (hStn1C -- PDB ID: [4JQF](pdb:4JQF){#ir0025}) consisting of two wHTH motifs. C) Overlay of the human, *S. pombe* Stn1-Ten1 (PDB ID:[3KF6](pdb:3KF6){#ir0030}) and human RPA (PDB ID:[1QUQ](pdb:1QUQ){#ir0035}) complexes. The overlay shows a striking similarity between the three complexes.](gr3){#f0015}
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